Pearson correlation coefficient analysis of the SILAC ratio iCAF/iNF (log 2 ) which shows high correlation between forward (Fw) and reverse (Rev) SILAC replicates (highlighted in the red squares). (c) Gene ontology cellular compartment (GOCC slim) enrichment analysis based on Fisher exact test (2% Benjamini-Hochberg FDR) performed with Perseus for the subset of proteins identified in all three fractions, Cell, ECM and CM proteome. The total proteome was used as background. , where patient-matched normal fibroblast (NF) and CAF were isolated from six breast cancer patients, cultured, and gene expression analysed. Corr = Pearson correlation coefficient. The protein levels/gene expression ratios calculated in the two studies are reported in Table 1 . (b) Comparison with the signature reported in (2) , where the gene expression of laser-captured micro-dissected stroma from normal breast tissue (5 patients) and invasive breast cancer (23 patients) was analysed. In the two plots the SILAC ratio iCAF/ iNF of the proteins reported in the signature are shown. Red = proteins/genes upregulated in both studies; blue = proteins/genes downregu-lated in both studies. Bars = mean +/-SEM. (c) Comparison with the signature reported in (3) where the gene expression of patient-matched laser-captured microdissected normal stroma and stroma associated to invasive ductal carcinoma (IDC) of 14 patients was analysed. Measured averaged ratio values calculated in the two studies are reported in Table 2 .
a TGFβ-regulated proteins Table 3 . CLIC3 and αSMA mRNA levels (AVG = mean, SD = standard deviation) in normal and tumour stroma of ovarian (GSE40595), oral (GEOD-38517) and colon (GSE35602) carcinoma
